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polypeptide encoded by SEQ ID NO:X and/or a polypeptide
encoded by the cDNA contained in ATCC Deposit No.Z, are
also encompassed by the invention. The present invention
further encompasses a polynucleotide comprising, or alter-
natively consisting of the complement of the nucleic acid
sequence of SEQ ID NO:X, and/or the complement of the
coding strand of the cDNA contained in ATCC Deposit
No.Z.

Description of Table 1B (Comprised of Tables 1B.1 and
1B.2)

[0019] Table 1B.1 and Table 1B.2 summarize some of the
polynucleotides encompassed by the invention (including
c¢DNA clones related to the sequences (Clone ID:), contig
sequences (contig identifier (Contig ID:) and contig nucle-
otide sequence identifiers (SEQ ID NO:X)) and further
summarizes certain characteristics of these polynucleotides
and the polypeptides encoded thereby. The first column of
Tables 1B.1 and 1B.2 provide the gene numbers in the
application for each clone identifier. The second column of
Tables 1B.1 and 1B.2 provide unique clone identifiers,
“Clone ID:”, for ¢cDNA clones related to each contig
sequence disclosed in Table 1A and/or Table 1B. The third
column of Tables 1B.1 and 1B.2 provide unique contig
identifiers, “Contig ID:” for each of the contig sequences
disclosed in these tables. The fourth column of Tables 1B.1
and 1B.2 provide the sequence identifiers, “SEQ ID NO:X”,
for each of the contig sequences disclosed in Table 1A
and/or 1B.

[0020] Table 1B.1

[0021] The fifth column of Table 1B.1, “ORF (From-To)”,
provides the location (i.e., nucleotide position numbers)
within the polynucleotide sequence of SEQ ID NO:X that
delineates the preferred open reading frame (ORF) that
encodes the amino acid sequence shown in the sequence
listing and referenced in Table 1B.1 as SEQ ID NO:Y
(column 6). Column 7 of Table 1B.1 lists residues compris-
ing predicted epitopes contained in the polypeptides
encoded by each of the preferred ORFs (SEQ ID NO:Y).
Identification of potential immunogenic regions was per-
formed according to the method of Jameson and Wolf
(CABIOS, 4; 181-186 (1988)); specifically, the Genetics
Computer Group (GCG) implementation of this algorithm,
embodied in the program PEPTIDESTRUCTURE (Wiscon-
sin Package v10.0, Genetics Computer Group (GCG), Madi-
son, Wis.). This method returns a measure of the probability
that a given residue is found on the surface of the protein.
Regions where the antigenic index score is greater than 0.9
over at least 6 amino acids are indicated in Table 1B.1 as
“Predicted Epitopes”. In particular embodiments, polypep-
tides of the invention comprise, or alternatively consist of,
one, two, three, four, five or more of the predicted epitopes
described in Table 1B.1. It will be appreciated that depend-
ing on the analytical criteria used to predict antigenic
determinants, the exact address of the determinant may vary
slightly. Column 8 of Table 1B.1 (“Cytologic Band”) pro-
vides the chromosomal location of polynucleotides corre-
sponding to SEQ ID NO:X. Chromosomal location was
determined by finding exact matches to EST and cDNA
sequences contained in the NCBI (National Center for
Biotechnology Information) UniGene database. Given a
presumptive chromosomal location, disease locus associa-
tion was determined by comparison with the Morbid Map,
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derived from Online Mendelian Inheritance in Man (Online
Mendelian Inheritance in Man, OMIM™, McKusick-
Nathans Institute for Genetic Medicine, Johns Hopkins
University (Baltimore, Md.) and National Center for Bio-
technology Information, National Library of Medicine
(Bethesda, Md.) 2000. World Wide Web URL: http:/ww-
w.ncbi.nlm.nih.gov/omim/). If the putative chromosomal
location of the Query overlaps with the chromosomal loca-
tion of a Morbid Map entry, an OMIM identification number
is disclosed in Table 1B.1, column 9 labeled “OMIM Dis-
ease Reference(s)”. A key to the OMIM reference identifi-
cation numbers is provided in Table 5.

[0022] Table 1B.2

[0023] Column 5 of Table 1B.2, “Tissue Distribution”
shows the expression profile of tissue, cells, and/or cell line
libraries which express the polynucleotides of the invention.
The first code number shown in Table 1B.2 column 5
(preceding the colon), represents the tissue/cell source iden-
tifier code corresponding to the key provided in Table 4.
Expression of these polynucleotides was not observed in the
other tissues and/or cell libraries tested. The second number
in column 5 (following the colon), represents the number of
times a sequence corresponding to the reference polynucle-
otide sequence (e.g., SEQ ID NO:X) was identified in the
corresponding tissue/cell source. Those tissue/cell source
identifier codes in which the first two letters are “AR”
designate information generated using DNA array technol-
ogy. Utilizing this technology, cDNAs were amplified by
PCR and then transferred, in duplicate, onto the array. Gene
expression was assayed through hybridization of first strand
c¢DNA probes to the DNA array. cDNA probes were gener-
ated from total RNA extracted from a variety of different
tissues and cell lines. Probe synthesis was performed in the
presence of **P dCTP, using oligo(dT) to prime reverse
transcription. After hybridization, high stringency washing
conditions were employed to remove non-specific hybrids
from the array. The remaining signal, emanating from each
gene target, was measured using a Phosphorimager. Gene
expression was reported as Phosphor Stimulating L.umines-
cence (PSL) which rejects the level of phosphor signal
generated from the probe hybridized to each of the gene
targets represented on the array. A local background signal
subtraction was performed before the total signal generated
from each array was used to normalize gene expression
between the different hybridizations. The value presented
after ‘{array code]:” represents the mean of the duplicate
values, following background subtraction and probe normal-
ization. One of skill in the art could routinely use this
information to identify normal and/or diseased tissue(s)
which show a predominant expression pattern of the corre-
sponding polynucleotide of the invention or to identify
polynucleotides which show predominant and/or specific
tissue and/or cell expression.

Description of Table 1C

[0024] Table 1C summarizes additional polynucleotides
encompassed by the invention (including cDNA clones
related to the sequences (Clone ID:), contig sequences
(contig identifier (Contig ID:) contig nucleotide sequence
identifiers (SEQ ID NO:X)), and genomic sequences (SEQ
ID NO:B). The first column provides a unique clone iden-
tifier, “Clone ID:”, for a cDNA clone related to each contig
sequence. The second column provides the sequence iden-



